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10 30 50 

TCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCG 
TSCPRPLQEGTPGSRAAHVV 

70 90 110 

TCTCCAGGAAGGGACCCGGGTCCACGAGCTGCCCACGTCCTCTCCAGGAAAGGACCCGGG 
SRKGP GSTSCPRPLQERTRV 



130 150 170 

• • * * 

TCCACGAGCTGGCCACGTCCTCTGCAGGAAGGGACCCCGGGTCCACGAGCTGCCCACGTC 

HELATS SAGRDPGSTSCPRP 



190 210 230 

• • ■ * * 

CTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCC 

LQEGT PGS RAAHVLSRKG PR 



250 270 290 

. 

GGGTCCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCCGGGTCCACGAACTGCCCAC 
VHELPTSS PG RDPGSTNCP R 



310 330 350 

GTCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAGGGGAC 
PLQEGT PGSRAAHVLS RRGH 



370 390 410 

• • • 

ACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAAGGGACCCCGGGTTCATGAGCTGCC 

RVHELPTPSPGR DPGFMSCP 



430 450 470 

CACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAACTGCCCACGCCCTCTCCAGGAGGGG 
RPLQEGTRVHE'LPTPSPGGD 



490 510 530 

ACCCGGGTCCACGAGCTGCCCACGTCGTCAACGGGAAGGGACCCGGGTCCACGAGCTGCC 
PGPRAAHVVKGKGPGS T SCP 



Figure 3A 
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550 570 590 

CACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAACTGCCCACGCGCTCTCCAGGAGGGG 
RPLQEGTRVHELPTRSPGGD 

610 630 650 

ACACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTG 
TGFTSCPRPLQEGTPGSRAA 



670 



690 710 



CCCACGTCCTCTCCAGGAGGGGACACCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAG 
HVLSRRGHRVHELPTSSPGG 



730 



750 770 



GGGACACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAGGGGACACCGGGTTCACGAG 
DTGFTSCPRPLQEGTPGSRA 

790 810 830 

CTGCCCACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAGCTGCCCACGTCCTCTCCAGG 
AHVLSRKGPGSTSCPRPLQE 



850 



870 890 



AGGGGACACCGGGTTCACGAGCTGCCCACGCACTTTCCAGGAAGGGACCCCGGGTTCAGG 
GTPGSRAAHALSRKGPRVQV 

910 930 950 

• • 

TCTCCTGCCGGCCCACATCGTGCCTTTGTGTAAATCAGAAGAAAGATGAGGAACAGGCCC 
SCRPTSCLCVNQ KKDEEQAL 

970 990 1010 

TCCTCTCTCTCCAGGCAGGCTTTGGTGGAGGGGCTGGATCTCCTGCCGCACCTTCCCTGG 
LSLQAGFGGG AGSPAAPSLA 

10 30 1050 1070 

CAGGGCACCCTGTGCTTGAGCCCCAGAACTGCAGGCGGCCGGCAGAGAAGGGGTCCATGA 
GHPVLEPQNCRRPAEKGSMM 



Figure 3B 
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1090 IHO 1130 

TGGCGCCTCGGTGCGCAGCCTTGGACCTGCCCCCATGGACCTGGGAACCTCCCGGCTCTT 
APRCAALDLPPWTWEPPGSS 



1150 



1170 H90 



CCCACTCGGGAAAGGAAGGCTCTGGGCATGGAGGTCGGCCAGGCCCCATCCCCGTACCCT 
HSGKE GSGHGGRPGPIPVPW 

1210 1230 1250 

GGCCCTTCTTCCTGCTTCCTGTTTGTCACTGCCCCGGGGCCTTTGCACCTGCATTCCCTC 
PFFLLPVCHCPGAFAPAFPL 



1270 



1290 1310 



TCTCTAGACAGGGTTTCTCGTCATTGGCCAGGCTGGTCTCGARCTCCTGACCTCAGACGA 
SRQGFSSLARL VSNS* 

1330 1350 13-70 

TCCACCTGCCTCAGCCTCCCGAAGTGTTGGGATTACAGGCACGAGCCACTGTGCCCGGCC 

1390 1410 I 430 

ATCATTCCTTTTTACTGCTGACTAATAGTCTGCTGTGTGAATCCACCGCTAGAAACCCAC 

1450 14^0 1490 

TCATCAGTTGATGGTCATGTGGGTTGCTTCTGCTATTCGCTTATTATGAACAGTGCTGGA 

1510 1530 ^ 1550 

ATAAACGTTCCTGTGCACTCTTGGGCATACGCCTAGGAGTGGAACTGCTGGGTCAAAAAA 

1570 

AAAAAAAAAAAAAAAA^AAAA 



Figure 3C 
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10 30 50 

TCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCG 
TSCPRPLQEGTPGSRAAHVV 



70 90 HO 

TCTCCAGGAAGGGACCCGGGTCCACGAGCTGCCCACGTCCTCTCCAGGAAAGGACCCGGG 
SRKGPGSTSCPRPLQERTRV 



130 150 170 

TCCACGAGCTGGCCACGTCCTCTGCAGGAAGGGACCCCGGGTCCACGAGCTGCCCACGTC 
HELATSSAGRDPGSTSCPRP 

190 210 230 

CTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCC 
LQEGTPGSRAAHVLSRKGPR 

250 270 290 

GGGTCCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCCGGGTCCACGAACTGCCCAC 
VHELPTSSPGRDPGSTNCPR 

310 330 350 

GTCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAGGGGAC 
PLQEGTPGSRAAHVLSRRGH 

370 390 410 

ACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAAGGGACCCCGGGTTCATGAGCTGCC 
RVHELPTPS PGRDPGFMSCP 

430 450 470 

CACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAACTGCCCACGCCCTCTCCAGGAGGGG 

"rplqegtrvhelptpspggd 

490 510 530 

acccgggtccacgagctgcccacgtcgtcaacgggaagggacccgggtccacgagctgcc 
pgpraahvvngkgpgstscp 

550 570 590 



Figure 4A 
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CACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAACTGCCCACGCGCTCTCCAGGAGGGG 
RPLQEGTRVHELPTRSPGGD 

610 630 650 

ACACCGGGTTCACGAGCTGCCGACGCCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTG 
TG FT SCPRP .LQEGTPGSRAA 

690 710 



GGAGGGGACACCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAG 
VHELPTSSPGG 



670 

CCCACGTCCTCTCCA 

HVLSRRGHR 

730 "750 . 

GGGACACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAGGGGACACCGGGTTCACGAG 
DTG FTSCPRPLQ EGTPGSK 

790 810 830 

CTGCCCACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAGCTGCCCACGTCCTCTCCAGG 
AHVLSRKGPGS 



TSCPRPL QE 



850 



870 890 



AGGGGACACCGGGTTCACGAGCTGCCCACGCACTTTCCAGGAAGGGACCCCGGGTTCAGG 
GTPGSRAAHALSRKGPRVgv 

910 930 930 

TCTCCTGCCGGCCCACATCGTGCCTTTGTGTAAATCAGAAGAAAGATGAGGAACAGGCCC 
SCRPTSCLCVNQKKDEEQAi- 

970 990 1010 

TCCTCTCTCTCCAGGCAGGCTTTGGTGGAGGGGCTGGATCTCCTGCCGCACCTTCCCTGG 
LSLQAGFGGGAGSPAAPSLA 



1030 



1050 10-70 



CAGGGCACCCTGTGCTTGAGCCCCAGAACTGCAGGCGGCCGGCAGAGAAGGGGTCCATGA 

1090 mo 1130 

TGGCGCCTCGGTGCGCAGCCTTGGACCT^ 



Figure 4B 
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115 0 H70 H90 

CATTGGCCAGGCTGGTCTCGAACTCCTGACCTCAGACGATCCACCTGCCTCAGCCTCCCG 
LARLVSNS* 

1210 1230 1250 

AAGTGTTGGGATTACAGGCACGAGCCACTGTGCCCGGCCATCATTCCTTTTTACTGCTGA 

1270 1290 1310 

CTAATAGTCTGCTGTGTGAATCCACCGCTAGAAACCCACTCATCAGTTGATGGTCATGTG 

1330 1350 , 1370 

GGTTGCTTCTGCTATTCGCTTATTATGAACAGTGCTGGAATAAACGTTCCTGTGCACTCT 

1390 1410 1430 

TGGGCATACGCCTAGGAGTGGAACTGCTGGGTCAAAAAAAAAAAAAAAAAAAAAAAAAAA 



A 



Figure 4C 
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30 50 



10 

TCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCG 
- - cPRPLQ EGTP 



T S 



70 



90 HO 



TCTCCAGGAAGGGACCCGGGTCCACGAGCTGCCCACGTCCTCTCCAGGAAAGGACCCGGG 
SRKGPGSTSCPRPLQERTRV 



130 



150 no 



TCCACGAGCTGGCCACGTCCTCTGCAGGAAGGGACCCCGGGTCCACGAGCTGCCCACGTC 
HELATSSAGRDPGSTSCPKr 

190 210 230 

TCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCC 
LQEGTPGSR AAHVLSRKGPK 

250 270 290 

GGGTCCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCCGGGTCCACGAACTGCCCAC 
VHELP TSSPGR 



CTC 



DPGSTNCPR 



310 



330 350 



GTCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAGGGGAC 
PLQEGTPGSRAAHVLSRRGH 



370 



390 410 



ACCGGGTTCACGAGCTGCCCACGCCC^ 

430 450 470 

CACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAACTGCCCACGCCCTCTCCAGGAGGGG 
RPLQEGTRVHELPTF-r^^ 

510 "0 



490 

ACCCGGGTUui-iu^M^ w ± - * w w * — - - - - - - ^ ^ p G s T s c p 



XCGGGTCCACGAGCTGCCCACGTCGTCAACGGGAAGGGACCCGGGTCCACGAGCTGCC 
'pGPRAAH.VVNG 



Figure 5A 
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550 570 590 

CACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAACTGCCCACGCGCTCTCCAGGAGGGG 
RPLQEGTRVHEL PTRSPGGD 

610 630 650 

ACACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTG 
TGFTSCPRPLQEGTPGSRAA 

670 690 "710 

CCCACGTCCTCTCCAGGAGGGGACACCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAG 

'hvlsrrghrvhelptsspgg 



730 



750 770 



gggacaccgggttcacgagctgcccacgccctctccaggaggggacaccgggttcacgag 

DTGFTSCPRPLQEGTPGSRA 

790 810 830 

CTGCCCACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAGCTGCCCACGTCCTCTCCAGG 
AHVLSRKG PGSTSCPRPLQE 



850 



870 890 



AGGGGACACCGGGTTCACGAGCTGCCCACGCACTTTCCAGGAAGGGACCCCGGGTTCAGG 
G TPGSRAAHALSRKGPRVQV 

910 930 950 

TCTCCTGCCGGCCCACATCGTGCCTTTGTGTAAATCAGAAGAAAGATGAGGAACAGGCCC 
SCRPT S CLCVNQKKDEEQAL 

970 990 1010 

TCCTCTCTCTCCAGGCAGGCTTTGGTGGAGGGGCTGGATCTCCTGCCGCACCTTCCCTGG 
LSLQAG FGGGAGS paap s la 

1030 1050 1070 

CAGGGCACCCTGTGCTTGAGCCCCAGAACTGCAGGCGGCCGGCAGAGAAGGGGTCCATGA 
GHPV L E P QNC RRPAEKG SMM 



Figure 5B 
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1090. IHO 1130 

TGGCGCCTCGGTGCGCAGCCTTGGACCTGCCCCCATGGACCTGGGAACCTCCCGGCTCTT 
APRCAA LDLPPWTWEPPGSS 



1150 



1170 H90 



CCCACTCGGGAAAGGAAGGCTCTGGGCATGGAGCTTTATTGAGGTATAGTTGACAATTCA 
HSGKEGSGHG ALLRYS 

1210 1230 1250 

GGACGGTGTGCACTCAAGGTATGCAGCATCACAACCTGACACACGTAGGCATTGTGAAAT 

12-70 1290 1310 

GAGTCCCACAATTGGGCTAATTAACACACCCATCACCTTACATGGTTACTTCTTTCTGTG 

1330 1350 13^0 

GTGAGAACACTAAATTTTAAATAGAGGACACACAGCCTGGGCAACATAGTGAGACCCTGT 

1390 1410 . _ I 430 

CTCTACAAATATAAAAAAATTATCTGGACGTGGTGGTGCACACCTGTGGTCCCAGCTACT 

1450 1470 1^90 

TGGGAAGCTGAGGCTGGAGAATCACTTGAGCCTGGGAGGCGGAGGTTGCGGTGGACTCCA 

1510 1530 ^ 1550 

GCCTGGGCGACAGAGGGAGGCCCTATCTCAAAATAAATAAATAAAGGACACATTCTTATC 

1570 

AAAAAAAAAAAAAAAA 



Figure 5C 
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10 30 50 

TCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCG 
TSCPRPLQEGTPGSRAAHVV 

70 90 HO 

TCTCCAGGAAGGGACCCGGGTCCACGAGCTGCCCACGTCCTCTCCAGGAAAGGACCCGGG 
SRKGPGSTSCPRPLQERTRV 

130 150 170 

TCCACGAGCTGGCCACGTCCTCTGCAGGAAGGGACCCCGGGTCCACGAGCTGCCCACGTC 
HELATSSAGRDPGSTSCPRP 

19j0 210 230 

CTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCC 
LQEGTPGSRAAHVLSRKGPR 



250 



270 290 



GGGTCCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCCGGGTCCACGAACTGCCCAC 
VHELPTSSPGRDPGSTNCPR 

310 330 350 

GTCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAGGGGAC 
PLQEGTPGSRAAHVLSR RGH 

370 390 410 

ACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAAGGGACCCCGGGTTCATGAGCTGCC 
RVHELPTPSPGRDPGFMSCP 

430 450 470 

CACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAACTGCCCACGCCCTCTCCAGGAGGGG 
RPLQEGTRVHELPTPSPGGD 



490 



510 530 



ACCCGGGTCCACGAGCTGCCCACGTCGTCAACGGGAAGGGACCCGGGTCCACGAGCTGCC 
PGPRAAHVVNGKGPGSTSCP 



Figure 6A 
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550 570 590 

CACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAACTGCCCACGCGCTCTCCAGGAGGGG 
RPLQEGTRVHELPTRSPGGD 



610 



630 650 



ACACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTG 
TGFTSCPRPLQE GTPGSRAA 



670 



690 710 



CCCACGTCCTCTCCAGGAGGGGACACCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAG 
HVLSRRGHRVHELPTSSPGG 

730 750 770 

GGGACACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAGGGGACACCGGGTTCACGAG 
DTGFTSC pRPLQEGTPGSRA 



790 



810 830 



CTGCCCACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAGCTGCCCACGTCCTCTCCAGG 
AHVLSRKGPGSTSCPRPLQE 



850 



870 890 



AGGGGACACCGGGTTCACGAGCTGCCCACGCACTTTCCAGGAAGGGACCCCGGGTTCAGG 
GTPGSRAAHALSRKGPRVQV 



910 



930 250 



TCTCCTGCCGGCCCACATCGTGCCTTTGTGTAAATCAGAAGAAAGATGAGGAACAGGCCC 
SCRPTS CLCVNQKK'DEEQAL 

970 990 1° 10 

TCCTCTCTCTCCAGGCAGGCTTTGGTGGAGGGGCTGGATCTCCTGCCGCACCTTCCCTGG 
LSLQAGFGGGAGSPAAFSLA 



1030 



1050 1070 



CAGGGCACCCTGTGCTTGAGCCCCAGAACTGCAGGCGGCCGGCAGAGAAGGGGTCCATGA 
GHPVLEPQNCRRPAEKC-SMM 



Figure 6B 
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1090 1110 1130 

TrGCGCCTCGGTGCGCAGCCTTGGACCTGCCCCCATGGACCTGGATGCCAGTGATGCCTG 
A P RCAAL DLPP WTWMPVMPE 

1150 H70 H90 

AGGTCTGCAGGGCAGTGCATACGCTCACCGCCTGGCCGCTCAGGAGCCTGTGCTTGACCC 
VCRAVHTLTAWPLRSLCLTP 



1210 



1230 1250 



CCAAATCCGCCCCCCAACTCCCTGTTACCGGCTCACTCCTTCCATGAGGGGCCTTCCCCA 
K SAPQLPVTGSLLP* 

1270 1290 1310 

GGGACAGCCGATGCTCTCCTGATGGCTCCTGCCCTTGCAGAGTGCTGCCCCCGCCTGCCC 

1330 1350 1370 

ACCTGGCCTGGACCCTCGCCTGAGCCCCCTCAGGGCTCTGCGCCACCTCAACCCAGGCGT 

1390 1410 1430 

TTGTTCCGCAGGAACCTCCCGGCTCTTCCCACTCGGGAAAGGAAGGCTCTGGGCATGGAG 

1450 1470 1490 

GTCGGCCAGGCCCCATCCCCGTACCCTGGCCCTTCTTCCTGCTTCCTGTTTGTCACTGCC 

1510 1530 1550 

CCGGGGCCTTTGCACCTGCATTCCCTCTCTCTGTGAGTGTCCTGGGGCCCGTTACCCACG 

1570 1590 1610 

TCACCGTCCCAGGATACCTTTTCTTTTCTTTCTCTCTCTCCAGCTTTATTGAGGTATAGT 

1630 1650 1670 

TGACAATTCAGGACGGTGTGCACTCAAGGTATGCAGCATCACAACCTGACACACGTAGGC 

1690 1710 1 73 0 

ATTGTGAAATGAGTCCCACAATTGGGCTAATTAACACACCCATCACCTTACATGGTTACT 



Figure 6C 
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1750 I 7 ™ 1790 

TCTTTCTGTGGTGAGAACACTAAATTTTAAATAGAGGACACACAGCCTGGGCAACATAGT 

1810 1830 1850 

GAGACCCTGTCTCTACAAATATAAAAAAATTATCTGGACGTGGTGGTGCACACCTGTGGT 

1870 1890 1910 

CCCAGCTACTTGGGAAGCTGAGGCTGGAGAATCACTTGAGCCTGGGAGGCGGAGGTTGCG 

f 

1930 1950 19T0 

GTGCACTCCAGCCTGGGCGACAGAGGGAGGCCCTATCTCAAAATAAATAAATAAAGGACA 

1990 2010 

• • • 

CATTCTTATCAAAAAAAAAAAAAAAAAAAA 
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10 30 50 

TCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCG 
TSCPRPLQEGTPGSRAAKVV 

70 90 HO 

• ••*** 

TCTCCAGGAAGGGACCCGGGTCCACGAGCTGCCCACGTCCTCTCCAGGAAAGGACCCGGG 
SRKGPGSTSCPRPLQERTRV 

130 150 1*70 

TCCACGAGCTGGCCACGTCCTCTGCAGGAAGGGACCCCGGGTCCACGAGCTGCCCACGTC 
KELATS SAGRDPGSTSCPRP 

190 210 230 

- 

CTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCC 
LQEGTPGS RAAHVLSRKGPR 

250 270 290 

GGGTCCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCCGGGTCCACGAACTGCCCAC r 
VHELPTSS PGRDPGSTNCPR 

310 330 350 

GTCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAGGGGAC 
PLQEGTPG SRAAHVLS RRGH 

370 390 410 

• * • * 

ACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAAGGGACCCCGGGTTCATGAGCTGCC 

RVHELPTPS PGRDPGFMSCP 

430. 450 470 

CACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAACTGCCCACGCCCTCTCCAGGAGGGG 
RPLQEGTRVHELPTPS PGGD 

490 510 530 

ACCCGGGTCCACGAGCTGCCCACGTCGTCAACGGGAAGGGACCCGGGTCCACGAGCTGCC 
PGPRAAHVVNGKGPGS TSCP 



Figure 7A 
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550 570 590 

CACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAACTGCCCACGCGCTCTCCAGGAGGGG 
RPLQEGTRVHELPTRSPGGD 

610 630 650 

ACACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTG 
TGFTSCPRPLQEGTPGSRAA 



670 



690 "710 



CCCACGTCCTCTCCAGGAGGGGACACCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAG 
HVLSRRGHRVHELPTSSPGG 



730 



750 770 



GGGACACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAGGGGACACCGGGTTCACGAG 
DTGFTSCPRPLQEGTPGSRA 

790 810 830 

CTGCCCACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAGCTGCCCACGTCCTCTCCAGG 
AHVLSRKGPGSTSCPRPLQE 



850 



870 890 



AGGGGACACCGGGTTCACGAGCTGCCCACGCACTTTCCAGGAAGGGACCCCGGGTTCAGG 
GTPGSRAAHALSRKGPRVQV 

910 930 950 

. 

TCTCCTGCCGGCCCACATCGTGCCTTTGTGTAAATCAGAAGAAAGATGAGGAACAGGCCC 
SCRPTSCLCVNQKKDEEQAL 



970 



990 1010 



TCCTCTCTCTCCAGGCAGGCTTTGGTGGAGGGGCTGGATCTCCTGCCGCACCTTCCCTGG 
L SLQAGFGGG AGSPAAP S LA 

1030 1050 1070 

CAGGGCACCCTGTGCTTGAGCCCCAGAACTGCAGGCGGCCGGCAGAGAAGGGGTCCATGA 
GHPVLEPQNCRRPAEKGSM M 



Figure 7B 



2976-4037US1 

18/24 

1090 1110 H30 

TGGCGCCTCGGTGCGCAGCCTTGGACCTGCCCCCATGGACCTGGGAACCTCCCGGCTCTT 
A PRCAALDLPPWTWEPPGSS 

1150 1170 H90 

CCCACTCGGGAAAGGAAGGCTCTGGGCATGGAGGTCGGCCAGGCCCCATCCCCGTACCCT 
HSGKEGSGHGGRPGPIPVPW 



1210 



1230 1250 



GGCCCTTCTTCCTGCTTGCTGTTTGTCACTGCCCCGGGGCCTTTGCACCTGCATTCCCTC 
PFFLLPVCHCPGAFAPAFPL 



1270 



1290 1310 



TCTCTGTGAGTGTCCTGGGGCCCGTTACCCACGTCACCGTCCCAGGATACCTTTTCTTTT 
SVSVLGPVTHVTVPGYLFFS 



1330. 



1350 1370 



CTTTCTCTCTCTCCAGCTTTATTGAGGTATAGTTGACAATTCAGGACGGTGTGCACTCAA 
FSLSSF1EV* 

1390 1410 1*30 

GGTATGCAGCATCACAACCTGACACACGTAGGCATTGTGAAATGAGTCCCACAATTGGGC 

1450 1470 1490 

TAATTAACACACCCATCACCTTACATGGTTACTTCTTTCTGTGGTGAGAACACTAAATTT 

1510 1530 1550 

TAAATAGAGGACACACAGCCTGGGCAACATAGTGAGACCCTGTCTCTACAAATATAAAAA 

1570 1590 161° 

AATTATCTGGACGTGGTGGTGCACACCTGTGGTCCCAGCTACTTGGGAAGCTGAGGCTGG 

1630 1650 16^0 

AGAATCACTTGAGCCTGGGAGGCGGAGGTTGCGGTGCACTCCAGCCTGGGCGACAGAGGG 



Figure 7C 
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1690 1*710 1*730 

AGGC C C TAT C T CAAAAT AAAT AAAT AAAGGACAC AT T CTTATC AAAAAAAAAAAAAAAAA 



AAAA 



Figure 7D 
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-Q 



Figure 9 
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>Gene 214 Exon_A 

TCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCG 

TCTCCAGGAAGGGACCCGGGTCCACGAGCTGCCCACGTCCTCTCCAGGAAAGGACCCGGG 

TCCACGAGCTGGCCACGTCCTCTGCAGGAAGGGACCCCGGGTCCACGAGCTGCCCACGTC 

CTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCC 

GGGTCCACGAGCTGCCCACGTCCTCTCCAGGAAGGGACCCCGGGTCCACGAACTGCCCAC 

GTCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAGGGGAC 

ACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAAGGGACCCCGGGTTCATGAGCTGCC 

CACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAACTGCCCACGCCCTCTCCAGGAGGGG 

ACCCGGGTCCACGAGCTGCCCACGTCGTCAACGGGAAGGGACCCGGGTCCACGAGCTGCC 

CACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAACTGCCCACGCGCTCTCCAGGAGGGG 

ACACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAAGGGACCCCGGGTTCACGAGCTG 

CCCACGTCCTCTCCAGGAGGGGACACCGGGTTCACGAGCTGCCCACGTCCTCTCCAGGAG 

GGGACACCGGGTTCACGAGCTGCCCACGCCCTCTCCAGGAGGGGACACCGGGTTCACGAG 

CTGCCCACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAGCTGCCCACGTCCTCTCCAGG 

AGGGGACACCGGGTTCACGAGCTGCCCACGCACTTTCCAGGAAGGGACCCCGGGTTCAGG 

TCTCCTGCCGGCCCACATCGTGCCTTTGTGTAAATCAGAAGAAAGATGAGGAACAGGCCC 

TCCTCTCTCTCCAGGCAGGCTTTGGTGGAGGGGCTGGATCTCCTGCCGCACCTTCCCTGG 

CAGGGCACCCTGTGCTTGAGCCCCAGAACTGCAGGCGGCCGGCAGAGAAGGGGTCCATGA 

TGGCGCCTCGGTGCGCAGCCTTGGACCTGCCCCCATGGACCTGG 

>Gene 214 Exon_B 

AGACAGGGTTTCTCCTCATTGGCCAGGCTGGTCTCGAACTCCTGACCTCAGACGATCCAC 
CTGCCTCAGCCTCCCGAAGTGTTGGGATTACAGGCACGAGCCACTGTGCCCGGCCATCAT 
TCCTTTTTACTGCTGACTAATAGTCTGCTGTGTGAATCCACCGCTAGAAACCCACTCATC 
AGTTGATGGTCATGTGGGTTGCTTCTGCTATTCGCTTATTATGAACAGTGCTGGAATAAA 
CGTTCCTGTGCACTCTTGGGCATACGCCTAGGAGTGGAACTGCTGGGTC 

>Gene 214 Exon C 

GAACCTCCCGGCTCTTCCCACTCGGGAAAGGAAGGCTCTGGGCATGGAGGTCGGCCAGGC 
CCCATCCCCGTACCCTGGCCCTTCTTCCTGCTTCCTGTTTGTCACTGCCCCGGGGCCTTT 
GCACCTGCATTCCCTCTCTCT 

>Gene 214 Exon C.2 

GAACCTCCCGGCTCTTCCCACTCGGGAAAGGAAGGCTCTGGGCATGGAG 
>Gene 214 Exon E.l 

ATGCCAGTGATGCCTGAGGTCTGCAGGGCAGTGCATACGCTCACCGCCTGGCCGCTCAGG 
AGCCTGTGCTTGACCCCCAAATCCGCCCCCCAACTCCCTGTTACCGGCTCACTCCTTCCA 
TGAGGGGCCTTCCCCAGGGACAGCCGATGCTCTCCTGATGGCTCCTGCCCTTGCAGAGTG 
CTGCCCCCGCCTGCCCACCTGGCCTGGACCCTCGCCTGAGCCCCCTCAGGGCTCTGCGCC 
ACCTCAACCCAGGCGTTTGTTCCGCAGGAACCTCCCGGCTCTTCCCACTCGGGAAAGGAA 
GGCTCTGGGCATGGAGGTCGGCCAGGCCCCATCCCCGTACCCTGGCCCTTCTTCCTGCTT 
CCTGTTTGTCACTGCCCCGGGGCCTTTGCACCTGCATTCCCTCTCTCTGTGAGTGTCCTG 
GGGCCCGTTACCCACGTCACCGTCCCAGGATACCTTTTCTTTTCTTTCTCTCTCTCCAGC 
TTTATTGAGGTATAGTTGACT^ATTCAGGACGGTGTGCACTCAAGGTATGCAGCATCACAA 
CCTGACACACGTAGGCATTGTGAAATGAGTCCCACAATTGGGCTAATTAACACACCCATC 
ACCTTACATGGTTACTTCTTTCTGTGGTGAGAACACTAAATTTTAAATAGAGGACACACA 
GCCTGGGCAACATAGTGAGACCCTGTCTCTACAAATATAAAAAAATTATCTGGACGTGGT 
GGTGCACACCTGTGGTCCCAGCTACTTGGGAAGCTGAGGCTGGAGAATCACTTGAGCCTG 
GGAGGCGGAGGTTGCGGTGCACTCCAGCCTGGGCGACAGAGGGAGGCCCTATCTCAAAAT 
AAATAAATAAAGGACACATTCTTATC 
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>Gene 214 Exon E.2 

CTTTATTGAGGTATAGTTGACAATTCAGGACGGTGTGCACTCAAGGTATGCAGCATCACA 
ACCTGACACACGTAGGCATTGTGAAATGAGTCCCACAATTGGGCTAATTAACACACCCAT 
CACCTTACATGGTTACTTCTTTCTGTGGTGAGAACACTAAATTTTAAATAGAGGACACAC 
AGCCTGGGCAACATAGTGAGACCCTGTCTCTACAAATATAAAAAAATTATCTGGACGTGG 
TGGTGCACACCTGTGGTCCCAGCTACTTGGGAAGCTGAGGCTGGAGAATCACTTGAGCCT 
GGGAGGCGGAGGTTGCGGTGCACTCCAGCCTGGGCGACAGAGGGAGGCCCTATCTCAAAA 
TAAATAAATAAAGGACACATTCTTATC 

>Gene 214 Exon E.3 

GAACCTCCCGGCTCTTCCCACTCGGGAAAGGAAGGCTCTGGGCATGGAGGTCGGCCAGGC 
CCCATCCCCGTACCCTGGCCCTTCTTCCTGCTTCCTGTTTGTCACTGCCCCGGGGCCTTT 
GCACCTGCATTCCCTCTCTCTGTGAGTGTCCTGGGGCGCGTTACCCACGTCACCGTCCCA 
GGATACCTTTTCTTTTCTTTCTCTCTCTCCAGCTTTATTGAGGTATAGTTGACAATTCAG 
GACGGTGTGCACTCAAGGTATGCAGCATCACAACCTGACACACGTAGGCATTGTGAAATG 
AGTCCCACAATTGGGCTAATTAACACACCCATCACCTTACATGGTTACTTCTTTCTGTGG 
TGAGAACACTAAATTTTAAATAGAGGACACACAGCCTGGGCAACATAGTGAGACCCTGTC 
TCTACAAATATAAAAAAATTATCTGGACGTGGTGGTGCACACCTGTGGTCCCAGCTACTT 
GGGAAGCTGAGGCTGGAGAATCACTTGAGCCTGGGAGGCGGAGGTTGCGGTGCACTCCAG 
CCTGGGCGACAGAGGGAGGCCCTATCTCAAAATAAATAAATAAAGGACACATTCTTATC 

>Gene 214 Exon F 

CGGGCGTGTATATCTCTTCATAGAGAGCGCTCAGACAGCGTGCGTTAATCTGCGTCGATA 
TATAGAGATCTTTATCACTGAGTAGATAGAACGTACATGAATGTACGAACAGTCCAGACG 
AGTAA C TT G AC T AGG AT AAG AT AG AC AGTAC C AAC T AATG AG AC AAG AAG AGGG AAT CAT 
ATAGAATCATGTAGTCTGAGTCTAGCGAGTGTCGACATGATCACAAGCGAAATACAGACT. 
ATGAGAAGAGGTAGAAATAATAAGTANACTGAGAAGAGAGGTCATATGTACATACAAATC 
AGTAAAGCAATAGAAATTGAATACATTATAAGCCACAGTTACAGAATTAGCCTAATTTAA 
C AAC C AT GG C AAG CGAGTTAT AT C AAAC AT AG AAG AGT AAAC T CTAT CG AC C ATGGGTAG 
GAACGAATAAAGGCGTCGAGAAGACAATAAGAATGCGTGTTAAACAGCAATACAAGAGAA 
TAGCACCACTGAAGCAGACCAAAGGCGTCACCGGGGAAGTAGGGAAGAGGCACCTCACAA 
GGAGAGGAAAGGGCAGTCCTGATTTTGAAAATTTCAGTGAAAAGACAGTGTTGTTCCCGG 
AGGCAGCTTAGTGATCCCGCATCGACTCTGAAGAGGACCCTGAGGGTAGGGGATTTTTGG 
GCCTGACCGGCCTATGCTGAACGCCCACCGGGAATTCAGGGAGAAACACGGGGCCCCGGC 
TTCCAGGAGAGCAGCCAGGCCACAGCCCTGAGGACGGGCAAACCCCACCCAGGCACGGTG 
AGAGGGAGGCCGCCCAGGCCTGGGGCCTGGCGGCAGGGGATGAAGTGGACCAGAGCCCCG 
CAAATCCTAACGTGGGTGAGCAGTGAGCCTGTGTGGCTGCGAGTGGCTCCGTTTTGGGGC 
TGTTTGTTCCTGCAGCAAATGATGCCAGCCCTGACGGAACCAGTGCACGTCCACCACGAG 
CTGCCCACGTCCTCTCCAGGAAGGGACCCGGGTCCACGAGCTGCCCACGTCCTCTCCAGG 
AAGGGACC 
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